clear genes means that mitochondrial genes can be subdivided in a population with migration rates that result in panmixis for nuclear genes. In addition, sequence evolution in mtDNA is rapid compared to single-copy nuclear loci so that sequence differences will accumulate in mtDNA over shorter divergence times (Brown et al. 1979).
Application of mtDNA analysis to birds at the intraspecific level has revealed genetic structure with a variety of geographic patterns and degrees of divergence (Avise and Ball 1991 Differences between Song Sparrow fragment patterns generated by each enzyme could be explained by gains or losses of one to three sites (e.g. Fig. 3) , which allowed analysis of a site presence/absence matrix. Parsimony methods did not resolve evolutionary relationships between clones. Bootstrap confidence intervals in Dollo and Wagner trees from site data were all below 50%, and the consensus of fragment-based Wagner trees lacked any phylogenetic information. Convergent or parallel evolution of restriction sites was indicated by a network linking Ava II restriction patterns based on sitechange relationships (Fig. 4) . The closed loop in the network means that a particular restriction pattern could evolve independently from 
